60!
The diversity of ethno-linguistic groups can be used to study human evolutionary 61! history and the genetic basis of phenotypic variation (Tishkoff et al. 2009) , 62! complementing studies of African genotype variations! 63! (Tishkoff et al. 2009; Gurdasani et al. 2015; Busby et al. 2016; Patin et al. 2017) Khoisan hunter-gatherers! (Kim et al. 2014; Mallick et al. 2016; Tishkoff et al. 2009; 71! Gurdasani et al. 2015) . However no sequences of Nilotic populations have been 72! published to date although one previous study used 200,000 SNP loci to examine 73! genetic diversity of the Nilo-Saharan speaking population of southern Sudan 74! Darfurian and Nuba people (Dobon et al. 2015) . In the present study we present the 75! first genome sequences of a Nilo-Saharan population and genome sequences from six 76! figure S1) , implying good quality SNP calls (DePristo et al. 2011) .
91!
Prior to population analysis, variants (SNPs and Indels) were filtered by removing 92! loci with >10% missing data, MAF < 0.05 or Hardy Weinberg Equilibrium (HWE) P-93! value < 0.01. 13 individuals with > 10% SNP loci missing were removed from the 94! data (Table 2) (Table 3, Supplementary Table S1 ). These 179! extreme loci were classified by the Ensembl annotation of the nearest gene.
180!
Approximately 34% of these annotations were for protein coding genes; a mean of 181! 3,058 SNPs in protein coding genes per population were associated with extreme iHS 182! scores. Some protein coding genes with extreme iHS SNP loci were shared between 183! different Countries whereas some occurred only in a single Country population 184! (Supplementary Table S1 , sheet 'ALLpop.protein_coding'). We observed strong iHS 185! signatures in genes that have been previously identified in other African populations 186! as being under strong selection (Voight et al. 2006; Gurdasani et al. 2015; Sabeti et In order to determine which signatures are unique to the Nilo-Saharan Lugbara, we 215! first ascertained which extreme iHS loci (-log p > 3) were common to the Nilo-216! Saharan and one or more Niger-Congo groups. We observed that approximately 15% 217! of the protein coding gene associated extreme iHS SNPs of the Ugandan Bantu, DRC, 218! Ivory Coast and Guinea groups were common with the Nilo-Saharan group, whereas 219! Cameroon and Zambian groups had 2.7% in common (Table 3, alleles into West Africa as has been observed before! (Gomez et al. 2014 ). This 300! migration to the west was not accompanied by language expansion as it was to the 301! east. 302! not peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
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347!
We identified signatures in genes that are involved in pathways implicated in 348! trypanosome infection: calcium signalling, (Grab et al. 2009; Nikolskaia et al. 2006) , 349! the MAPK pathway (Noyes et al. 2011) , HPR, APOL1, IL6 and HLAG, (Hardwick et 350! al. 2013; Genovese et al. 2010; Cooper et al. 2017; Courtin et al. 2013; 
368!
We also identified the missense variant rs10930046 (T/C) located in the IFIH1 CDS, 369! which was unique to the Nilo-Saharan Lugbara and highly selected (iHS -log p-value 370! 3.264). This gene is associated with up regulation of type I interferon signalling 371! occurring in a spectrum of human diseases (2014a) and is believed to be involved in 372! the suppression of Hepatitis B viral replication (2013d). Being a nonsynonymous 373! variant, rs10930046 could alter the functioning of IFIH1 and thus increase 374! susceptibility to HBV in the Lugbara population, something that could be tested by a 375! candidate gene study for DNA virus infections. Northern Uganda is considered to 376! have one of the highest prevalence of Hepatitis B virus in the world (2015a) which 377! 
437!
Admixture was run on K1 to K8 for which three replicates were done for each run.
438!
The Admixture plots were drawn using the R tool 'strplot' (Ramasamy et al. 2014) . 3,000 10,000 30,000 100,000
Uganda Bantu Uganda Nilotic Guinea V Ivory Coast Ugandan Bantu v Nilotic not peer-reviewed) is the author/funder. All rights reserved. No reuse allowed without permission.
The copyright holder for this preprint (which was . http://dx.doi.org/10.1101/186700 doi: bioRxiv preprint first posted online Sep. 10, 2017;  
